Introduction
Spermatogenesis has long been recognized as a unique model for the study of metabolic regulation and biochemistry of differentiation, but its utilization has been limited by the inability to separate and characterize the more than 30 distinguishable testicular cell types, most of which represent some stage of differentiation of germinal cells (2, 1 3). There are a number of physical techniques now in use for enrichment of specific testicular cell types, but the homogeneity of cell preparations obtained is highly variable and never complete. These methods have been reviewed extensively (5, 13) .
Methods that distinguish cells on the basis of cell volume or density include the so-called "Staput" 1 x g velocity sedimentation (12), "elutriation" round spermatids sorted from fraction 28 (see Figure  2d ); (c) 459) early cells (spermatogonia + preleptotene spermatocytes) sorted from fraction 28 (see Figure 2d ).
as described above.
In each case, the purity was assessed from the relative areas of 1C, 2C, 3C, and 4C peaks and was in agreement with results of differential counting by light microscopy. Figure  5a shows One hundred spermatocytes could be counted on a slide without seeing a single variant cell (see Figure  6a ). A window on the 1C peak of Figure  Sc yielded 100% round spermatids, as shown in Figure  6b . A window on the 2C peak in Figure  Sc yielded 907 early cells, mostly type A and B spermatogonia ( Figure  6c ). The preparation of 90% Leydig cells shown in Figure  6d was sorted on 
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